ABSTRACT Klebsiella pneumoniae is a Gram-negative bacterium associated with the gastrointestinal tract and is a significant nosocomial pathogen due to its antibiotic resistance. Phage therapy against K. pneumoniae may prove useful in treating infections caused by this bacterium. This announcement describes the genome of the T5-like K. pneumoniae siphophage Sugarland.
signal (17) . Genes involved in lysis, including a holin, a D-alanyl-D-alanine carboxypeptidase endolysin, and a partially embedded two-component spanin complex, were identified (18) . There were 3 HNH endonucleases identified in the Sugarland genome, but all had free-standing open reading frames (ORFs) and were not introns (19) . Interestingly, an NAD ϩ -dependent protein deacetylase in the sirtuin-2 family was found. Present in many organisms, protein acetylation helps regulate protein-protein interaction, DNA-protein interaction, and protein stability (20) .
Data availability. The genome sequence of phage Sugarland was deposited under GenBank accession no. MG459987 and BioSample accession no. SAMN10128164. The BioProject accession number is PRJNA222858, and the SRA accession number is SRR7902581.
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